Comparison of finished reference to de novo assembled genome and the allelic variation found and grouped into one of five categories (A-F). Annotated loci of H44/76, Z2491, FAM18, and G2136 finished genomes were compared to their corresponding de novo resequenced genome using the BIGSdb Genome Comparator Tool. Differences were investigated using MEGA5 and Bowtie and reciprocal BLAST searches were done to identify the paralogous matches. Section (A) lists the loci in each de novo assembled genome that were unidentified and section (F) lists loci that had sequence differences but were not caused by sequencing errors, but instead paralogous loci cross-identification by BIGSdb scanning program. Section (B-D) lists the loci that have credible sequencing errors while section (E) lists loci that failed to assemble fully due to repeat sequence tracts. Loci with a reference to resequenced discrepancy are in bold; orthologs of each locus identified are also listed for each genome, with potential orthologs in parentheses.
^ Indicates that that the sequence discrepancy was caused by an insertion/deletion.
nca NEIS locus tag identifier currently not assigned, however locus is being curated for future addition to the sequence definition database.
